The present study was undertaken to assess the genetic variability existed among 114 rice germplasm for BLB resistance. In field level screening, the genotypes PY5 and Kadaikannan showed immune against rice BLB. The rice germplasm were subjected to 2 analysis for nine quantitative traits viz., plant height, number of productive tillers per plant, days to fifty per cent flowering, panicle length, number of grains per panicle, thousand grain weight, single plant yield, grain length and grain breadth. On the basis of Mahalanobis 2 statistics, the 114 genotypes were grouped into eighteen clusters.
Introduction
The cultivated rice (Oryza sativa L.) (2n=24) is a monocotyledon angiosperm belongs to the family Poaceae and is widely cultivated in tropical and subtropical regions (Ezuka and Kaku, 2000) . More than 2.7 billion people in the world consume rice as staple food. Besides rice cultivation provides employment for more than one billion directly or in allied and supported activities (Das et al., 2014) . In India, rice crop is cultivated in an area of 433.88 lakh hectares with a production and productivity of 104.32 million tonnes and 2404 kg/ha respectively (Annual Report 2016-17, Dept. of Agriculture, Cooperation and Farmers Welfare). In Tamil Nadu, rice crop occupies an area of 21 lakh hectares with a production of 93 million tonnes (Policy Note 2015-16, Minister for Housing, Urban Development and Agriculture, Govt. of Tamil Nadu). To sustain selfsufficiency and to meet food grain requirement of future, India has to produce 135 to 140 million tonnes of rice by 2030.
Rice gets affected by more than 70 diseases by the infection of bacteria, fungi, and viruses. Among them, bacterial leaf blight (BLB) caused by Xanthomonas oryzae pv oryzae (Xoo) is the important disease around the rice cultivated areas (Khan, 1996) . BLB is a γ-proteobacteria. The BLB usually occurs as lesions at the leaf tips. At later stages, irregular yellow lesions are formed and margins become wavy. At extreme levels the entire leaf area is covered with white and greyish saprophytic growth (Ou, 1985; Tagami and Mizukami, 1962) . Result of severe disease occurrence will produce poor quality and sterile pollen grains. Disease incidence occurs at all growth stages of rice crop, causing drastic yield losses ranging between 20 and 30 per cent. The disease severity can cause a yield loss up to 80 per cent and is influenced by various crop stages, environmental conditions (28 to 34°C) and degree of susceptibility of the genotypes (Ou, 1985; Shin et al., 1992; Mew et al., 1993; Noh et al., 2007) .
Mahalanobis'
2 analysis, serve as a potential tool for classification, a sort of multivariate analysis which helps the plant breeders in choosing suitable parents under stress situations for realizing superior segregants in breeding programmes.
Materials and Methods
The seeds of 114 rice germplasm were sown in a raised nursery beds and transplanted to the main field on 25 days after sowing with the spacing of 20 × 20 cm in two replications during Rabi 2017 -18. All the crop management practices were followed throughout the crop period. The cluster mean for the particular trait is the summation of mean values of the genotypes included in a cluster divided by number of genotypes in the cluster.
Results and Discussion
The morphological screening of one hundred and fourteen rice varieties against the bacterial leaf blight pathogen under field condition was carried out. Here, there was no bacterial inoculum applied as well as there was no artificial favorable condition given to promote the pathogen growth. In order to test the host pathogen interaction at natural environment, the field screening of rice germplasm were carried out. Among the resistant genotypes PY 5 and Kadaikannan found to be immune with the lowest PDI value of 0.00 and 0.00 per cent respectively. The genotypes, Jai Shree Ram and Kurukot registered highest PDI value of 95.00 and 78.57 per cent respectively. The result for this screening of rice genotypes based on field screening were presented in the table 1 and figure 1.
Ramalingam et al., (2017) screened twenty five rice genotypes for bacterial leaf blight resistance and revealed that the improved rice lines in the genetic backgrounds of Samba Mahsuri, ASD 16, ADT 43 and IR 24 exhibited the higher level of resistance to most of the pathotypes studied, whereas the rice lines derived from ADT 47 background exhibited more susceptibility.
In the cluster diagram formed by the Tocher's method, eighteen major clusters were formed and their composition of 2 cluster was described in table 2 and figure 2. Cluster I included more genotypes with 38 individuals, followed by 30 genotypes in Cluster II, 20 genotypesin Cluster IV, 4 genotypes in XI Cluster and the remaining clusters contained single genotype each. The pattern of group constellation proved the existence of significant amount of variability. Similar findings also reported by Ramanjaneyulu et al., (2014).
The highest intra cluster distance was recorded for cluster XI (29.02) followed by cluster V (27.28) and lowest intra cluster average distance was recorded by cluster I (20.17) and V (24.77). The intra and inter cluster average distance among eighteen clusters were variable and depicted in the table 3. Genotypes belonging to clusters separated by the higher genetic distance may be used in hybridization programme to obtain a wide spectrum of variation among the segregants. Hybridization programme involving genetically diverse parents belonging to different distant clusters would provide the opportunity for bringing together gene constellations of diverse nature (Ramanjaneyulu et al., 2014; Singh et al., 2008) .
Cluster XI and XVII showed maximum inter cluster distance of 67.45 followed by cluster X and XVII (63.39). The lowest inter cluster distance was noticed DOI: 10.5958/0975-928X.2018.00147.3 between XIII and XIV (17.78), followed by the clusters VIII and XV (18.82). To realize much variability and high heterotic effect, Beevi and Venkatesan (2015) and Singh et al., (2006) recommended that parents should be selected from two clusters having wider inter cluster distance. The cluster mean for all the biometric traits were studied character wise and are furnished below character wise and presented in 
